INTRODUCTION

100
Repetitive DNA sequences constitute approximately one third of the genome and are 101 thought to contribute to diversity within and between species. 1 and visualized using PeakScanner 2 (Applied Biosystems).
RESULTS
279
Case recruitment 280 The workflow for this study is summarized in Figure 1 . (Table S2) . Validation of the (AAGGG) n RE as the causal variant for CANVAS 407 We developed a PCR assay that amplifies across the repeat tract to rapidly screen for appears extremely intolerant to LoF (pLI = 0.97; observed/expected = 0.18, CI 0.12-0.31). technologies utilized in this study were unable to extend more than ~100bp into the repeat 576 sequence and efforts to amplify across the region using long range PCR were unsuccessful. The gene reference sequences utilized were NC_000004 and NM_002913 (RFC1). 
